to or removed from the list, download and complete the nomination form from https://www.acmg.net/secondaryfindings, then e-mail the completed form to acmg@acmg.net.
Please keep in mind the following guiding principles. First, the genes should be medically actionable. "≤ ≤≤≤≤≤≤≤Actionable" means that a specific medical or surgical intervention is available that has demonstrated effectiveness to alter the disease course. Second, the genes should be associated with at least one clear phenotype that has serious medical implications.
For the first six months, the Working
Consensus on managing mitochondrial disease see page 689
The centrality of mitochondria to human health is never more on display than when something goes wrong with these multifunctional organelles. In recent years, it has become clear that diseases of mitochondrial origin are numerous and complex. Primary mitochondrial disorders can be caused by mutations in maternally inherited mitochondrial DNA (mtDNA) or in nuclear genes that encode mitochondrial building blocks. Next-generation sequencing methodologies have greatly improved the reliability and sensitivity of mtDNA genome analyses and have underscored the breadth of potential mitochondrial disorders, which affect at least 1 in 5,000 people. However, because hundreds of variants and disease manifestations have been identified, reaching consensus on proper diagnosis and treatment has been challenging. The Mitochondrial Medicine Society recently undertook a comprehensive review process that combined a literature search and evaluation with expert opinion to reach the consensus recommendations presented in this issue. The experts appointed by the society wrestled with the complexity of mitochondrial function and dysfunction, often finding that the literature yielded only isolated case reports and limited case series. Because mitochondrial disorders can affect a wide variety of tissues and can cause symptoms across a wide spectrum of organ systems, the path to diagnosis and treatment can be frustrating for both patients and physicians. This report attempts to standardize that process as much as possible, and covers recommended DNA, biochemical, and pathology diagnostic testing, as well as neuroimaging procedures. Best practices for treatment and preventive care are also discussed. 
NEWS BRIEFS (continued)
Group will review nominations by ACMG members only. After the first six months, we will open the nomination process to other professional organizations. Updates to the gene list will be published approximately twice per year. We welcome feedback on this process and thank you for helping with this important effort! -Sarah Kalia, CGC
Genomics data now challenges YouTube in sheer volume
Genomics has finally hit the big time, rivaling behemoths YouTube and Twitter in sheer data volume. It's going to take a Herculean effort to slay the "fourheaded beast" of genomic data acquisition, storage, distribution, and analysis in the coming decades, according to a commentary published in PLOS Biology in July 2015. Comparing four of the largest data generators-astronomy, YouTube, Twitter, and genomics-the authors suggest that within a decade genomic data storage needs could overtake those of the other three, swamping all currently available storage. They base their estimates on the expected 100 million to two billion human genomes that could be sequenced by 2025. Further, they speculate that this figure could be a low estimate, when new, more efficient technologies and transcriptome, epigenome, proteome, and metabolome sequencing efforts are taken into consideration. They argue that planning for the "genomical" challenges of the next decade should begin now, with more effort toward coordination of data collections and less siloing of data in private collections. It's time to think big, they say, by designing and constructing large data centers with storage and analytical systems that can query and aggregate information contained in multiple large data sets. While large-scale machine learning systems and better, more integrated infrastructure will be critical, the authors argue that genomics shouldn't wait for computing to solve its problems. Data science should become a routine part of graduate, undergraduate, and even high-school curricula so the next generation will be ready to take on these Herculean tasks.
-Karyn Hede, News Editor
